The mitochondrial genome of the butterfly Polyura schreiber (Lepidoptera: Nymphalidae).
The nearly complete mitochondrial genome (mitogenome) of the butterfly, Polyura schreiber, was determined. The sequenced mitogenome is a typical circular DNA molecule of 15 320 bp, containing 13 protein-coding genes, two rRNA genes, 21 tRNA genes, and a putative control region. tRNA(Phe) was failed to sequence, which was presumed to be located between tRNA(Glu) and ND5. Protein-coding genes all initiate with ATN codons and terminate with TAA codons except for COII and ND5 use a single T residue as the termination codon. All tRNAs have the clover-leaf structure except for the tRNA(Ser(AGN)) and the length of them range from 65 to 71 bp. The control region is 412 bp long with an A + T content of 90.5%. Our phylogenetic analysis recovered the sister-group relationship between Charaxinae and Satyrinae.